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AMENDMENTS TO THE CLAIMS 

This listing of claims will replace all prior versions and listings of claims in the application. 
What is claimed is: 

1-12 Cancelled 

13. (Currently amended) A method of detecting a severe acute respiratory syndrome 
coronavirus in a sample, tlie method comprising: 

(a) contacting nucleic acids from the sample in at least one nucleic acid amplification 
reaction with at least one primer nucleic acid comprising at l e ast on e nuel e ie - aei d selected 
from the group consisting of: SEP ID NOS: 11 and 22 and full complements thereof, 
further comprising at least one additional primer nucleic acid selected from the group 
consisting of: SEP ID NOS: 12 and 20 SEQ ID NOS: 1 12 and 15 24 and M 
complements thereo f - in at l e ast on e- nuel e i e- acid amplification reaction ; and, 

(b) detecting the nucleic acids and/or one or more amplicons thereof from the nucleic 
acid amplification reaction during or after (a), 

thereby detecting the severe acute respiratory syndrome coronavirus in the sample. 

14 (Original) The method of claim 13, wherein at least one of the primer nucleic acids 
comprises a modified primer nucleic acid, 

15. (Original) The method of claim 13, wherein at least one of the amplicons is about 440 
nucleotides in length. 

16. Cancelled 

17. Cancelled 
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18. (Original) The method of claim 13, wherein the nucleic acid amplification reaction 
comprises a nested polymerase chain reaction. 

19. (Original) The method of claim 13> wherein at least one of the primer nucleic acids 
comprises at least one label 

20» (Original) The method of claim 19, wherein (b) comprises detecting a detectable signal 
produced by the label, or amplifying a detectable signal produced by the label to produce an 
amplified signal and detecting the amplified signal. 

21, (Currently amended) The method of claim 13, wherein (b) comprises monitoring binding 
between the amplicons and at least one oligonucleotide having a sequenc e selected from the 
group consisting of: SEQ ID NO: 27 and SEQ ID NO: 28 SEQIDNOS: 1 12 and 15 24 , a 
substantially identical variant tliereof wherein the variant has at least 90% sequence identity to 
one of SEQ ID NO: 27 and SEQ ID NO: 28 SEQIDNOS: 1 12 and 15 24 , and ftalLcomplements 
of SEQ ID NO: 27 and SEQ ID NO: 28 SEQIDN O S; 1 12 and 15 2 4 and the variant. 

22. (Original) The method of claim 21, wherein the oligonucleotide comprises at least one label 
and/or at least one quencher moiety, 

23* Cancelled 

24. (Currently amended) A method of determining a presence of a severe acute respiratory 

syndrome coronavirus in a sample, the method comprising: 

(a) contacting nucleic acids and/or amplicons thereof fi-om the sample with one or more 
oligonucleotides that comprise at least one nucleic acid witli a sequence selected fi'om the 
group consisting of: SEQ ID NOS: 1 12 and 15 2 4 , SEQ ID NOS: 11 and 22 and fiiU 
complements thereof, and a substantially identical variant thereof wherein the variant has 
at least 90% sequence identity to one of SEQ ID NOS: 1 1 and 22 and fiill complements 
thereof. 
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further comprising one or more oligonucleotides selected from the group consisting of: 
SEQ ID NOS: 12 and 20 and full complements thereof, and a substantially identical 
variant thereof wherein the variant has at least 90% sequence identity to one of SEQ ID 
NOS: 12 and 20 and full complements thereof, SEP ID NOS: 1 12 and 15 2 4, and 
complements of SEQ ID NOS: - l-l - 2 - and - l § - 2 4 - and t h e va r ia nt; a nd, 
further comprising at least one oUgonucleotide selected from the group consisting of: 
SEQ ID NO: 27 and SEQ ID NO: 28, a subst antiall y identical variant thereof v^herein the 
variant has at least 90% sequence identity to one of SEQ ID NO: 27 and SEQ ID NO: 28. 
and full complements of SEQ ID NO: 27 and SEQ ID NO: 28 and the variant, and 

(b) monitoring binding between the nucleic acids and/or amplicons thereof, and the 
oligonucleotides, wherein detectable binding between the nucleic acids and/or amplicons 
thereof, and the oligonucleotides, determines the presence of the severe acute respiratory 
syndrome coronavirus in the sample. 

25. (Original) The method of claim 24, wherein (a) comprises contacting the nucleic acids 

and/or ampUcons thereof with the oligonucleotides in solution at a temperature of at least 42''C 
for at least 15 minutes, wherein a total weight of the solution comprises about 50% formalin and 
comprises heparin at a concentration of about 1 mg/ml. 

26. (Original) The method of claim 24, comprising repeating (a) and (b) at least once using at 
least one additional sample and comparing the binding between the nucleic acids and/or 
amplicons thereof, and the oligonucleotides, of (b) with at least one repeated (b). 

27. (Original) The method of claim 24, wherein at least one segment of the nucleic acids is 
amplified prior to or during (a) using at least one nucleic acid amplification technique to 
produce the amplicons and (b) comprises monitoring the binding between the nucleic acids 
and/or amplicons thereof, and the oligonucleotides, during or after amplification. 

28. (Currently amended) A composition comprising a sample derived fi:om a subject and at 
least one oligonucleotide that comprises a nucleic acid with a sequence selected from the group 
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consisting of: SEQ ID N O S; 1 12 and 15 24 SEP ID NOS: 11 and 22 . a substantially identical 
variant thereof wherein the variant has at least 90% sequence identity to one of SEQ ID NOS: 1 
42 and 15 2 4 SEQ ID NOS; 11 and 22 . and M complements of SEQ ID N Qg: 1 12 a n d 15 24 
SEQ ID NOS: 11 and 22 and the variant, wl^ ieh - eligonucl e otide consist s of - 1 QQ - ei - f e wer - 

further comprising at least one oligonucleotide selected from the group consisting of: SEQ ID 
NOS: 12 and 20, a substantially identical variant thereof wherein the variant has at least 90% 
sequence identity to one of SEQ ID NOS: 12 and 20, and full complements of SEQ ID NOS: 12 
and 20 and the variant. 



29. (Currently amended) A kit, comprising: 

(a) at least one oligonucleotide that compri ses -a - nuGl e iG - aeid - with a s e qu e nc e selected 
from the group consisting of: SEQ ID NOS: 1 1 and 22. SEQ ID NOS: 1 12 and 15 24, a 
substantially identical variant thereof wherein the variant has at least 90% sequence 
identity to one of SEQ ID NOS: 11 and 22> SEQ ID NOS: 1 12 and 15 24, and M 
complements of SEP ID NOS: 11 and 22 SEQ ID NOS: 1 12'and 15 2 4 and the variant, 
which oligonucl e otid e- cen g i s t - s - ef ^ lQO - or f e wer nucleotides; 

further comprising at least one oligonucleotide selected from the group consisting of: 
SEQ ID NOS: 12 and 20, a substantially identical variant thereof wherein the variant has 
at least 90% sequence identity to one of SEQ ID NOS: 12 and 20, and full complements of 
SEQ ID NOS: 12 and 20 and the variant; 
and one or more of: 



(b) instructions for determining a presence of a severe acute respiratory syndrome 
coronavirus in a sample by monitoring binding between nucleic acids and/or amplicons 
thereof from the sample and the oligonucleotide, wherein the presence of the severe acute 
respiratory syndrome coronavirus in the sample is unknown or unsubstantiated; or, 

(c) at least one container for packaging at least the oligonucleotide. 



30. (Original) 



The kit of claim 29, further comprising at least one enzyme. 
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31. (Currently amended) A system for detecting a severe acute respiratory syndrome 
coronavirus in a sample, comprising: 

(a) at least one oligonucleotide tfe > H3 e mpriscs a nucleic acid with a a eq^rtenee selected 
from the group consisting of: SEQ ID NOS: 1 1 and 22. SEQ ID N OS : 1 12 and 15 24> a 
substantially identical variant thereof wherein the variant has at least 90% sequence 
identity to one of SEQ ID NOS: 11 and 22. SE Q ID NO S: 1 12 and 15 24, and M 
complements of SEQ ID NOS: I land 22 S E Q ID NOS: 1 12 and 15 24 and the variant, 
whieh oligonucl e otide consists of IQQ or fewer nucleotides; 

further comprising at least one oligonucleotide selected from the group consisting of: 
SEQ ID NOS: 12 and 20, a substantially identical variant thereof wherein the variant has 
at least 90% sequence identity to one of SEQ ID NOS: 12 and 20. and full complements of 
SEQ ID NOS: 12 and 20 and the variant; 

(b) at least one detector that detects binding between nucleic acids and/or amplicons 
thereof from the sample and the oligonucleotide; and, 

(c) at least one controller operably connected to the detector, which controller comprises 
one or more instructions sets that correlate the binding detected by the detector with a 
presence of the severe acute respiratory syndrome coronavirus in the sample. 

32. Cancelled 
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